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Bestus Bioinformaticus Duk

RRID:SCR_016969
Type: Tool

Proper Citation

Bestus Bioinformaticus Duk (RRID:SCR_016969)

Resource Information

URL: https://jgi.doe.gov/data-and-tools/bbtools/bb-tools-user-guide/bbduk-guide/

Proper Citation: Bestus Bioinformaticus Duk (RRID:SCR_016969)

Description: Software tool for trimming and filtering sequencing data. Used to combine
data quality related trimming, filtering, and masking operations into a single tool adapter.
BBDuk2 allows multiple kmer based operations in a single pass.

Abbreviations: BBDuk

Synonyms: BB Duk, Decontamination Using Kmers, Bestus Bioinformaticus
Decontamination using kmers, BBDuk2, BBDUK, BBDuk, BBDuk 2, Bestus
Bioinformaticus Decontamination Using kmers

Resource Type: data analysis software, software resource, software application, data
processing software, data analytics software

Keywords: sequencing, data, quality, trimming, filtering, masking, operation, single, tool,
adapter, contaminant, sequence, GC, length, entropy, format, conversion, histogram,
kmer, estimation, decontamination

Resource Name: Bestus Bioinformaticus Duk
Resource ID: SCR_016969

Alternate URLSs: http://seqanswers.com/forums/showthread.php?t=42776,
https://www.geneious.com/plugins/bbduk/#links

Record Creation Time: 20220129T080333+0000

Record Last Update: 20260728T043528+0000

Ratings and Alerts


https://scicrunch.org/sawg
https://scicrunch.org/sawg/data/record/nlx_144509-1/RRID:SCR_016969/resolver
https://jgi.doe.gov/data-and-tools/bbtools/bb-tools-user-guide/bbduk-guide/

No rating or validation information has been found for Bestus Bioinformaticus Duk.

No alerts have been found for Bestus Bioinformaticus Duk.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 184 mentions in open access literature.

Listed below are recent publications. The full list is available at SPARC SAWG .
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